. General characteristics of the large fraction (contigs larger than 5--kb) of the four 10 assemblies generated, and used for binning, in the study. heterogeneity based on CheckM package [51] . For more detailed information about individual genomic bins see Table S3 . Table S3 . Number of phylogenetic proteins as identified using Phylosift in each of the genomic bins. SM23E73E3 1 1 1 2 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0 1 1 1 1 bootstrap value >75 and >50, respectively. 5 Figure S4 . Phylogenetic tree of WOR proteins annotated at formate--dependent nitrite--reductase (periplasmic cyctochrome c552), NrfA. Cluster of sequences considered to be involved in DNRA are delineated on the right (Welsh et al. 2014 ). Genomic bin designations are shown in bold. 
